Data
Nycticebus coucang insularis Robinson, 1917 was speculated to have extinct in Tioman Island (State of Pahang, Malaysia) [2] until the rediscovery of an individual during the 2016 Biodiversity Inventory Programme [1] . Morphological measurements of the individual (total length ¼ 279 mm, head body ¼ 263 mm, tail ¼ 16 mm, ear ¼ 18 mm, hind foot ¼ 45 mm and weight ¼ 500 g) and photographs were taken ( Fig. 1 ). Here, we present the mitogenome of the specimen which was caught at Kampung Sungai (Sg.) Asah, Tioman Island (Latitude: 2 43 0 16.32 00 Longitude: 104 11 0 40.93 00 ). We provided a table (Table 1 ) and figure (Fig. 2 ) of the gene organization of the mitogenome and calculated the genetic distances among the Nycticebus mitogenomes ( Table 2) . We also provided the phylomitogenomic tree construction of among the available mitogenomes of Nycticebus ( Fig. 3 ).
Experimental design, materials, and methods
Genomic DNA (gDNA) was extracted from the buccal swab sample using QIAamp ® DNA Mini Kit (Qiagen, Germany). gDNA was later sheared using the M220 Focused-ultrasonicator (Covaris, USA) and the library was prepared using NEBNext Ultra DNA Library Prep Kit for Illumina (New England Biolabs, Ipswich, MA) according to the manufacturer's protocol and sequenced on the MiSeq™ Benchtop Sequencer (2 Â 250 bp paired-end reads) (Illumina, USA). BOWTIE2 [3] as a plugin in GENEIOUS v10. 1 
Value of the data
This data reported here is the first mitogenome of Nycticebus coucang insularis Robinson, 1917 and the only mitogenome data available from two specimens ever collected from this subspecies The data can benefit primatologist, molecular ecologists, and geneticists working on evolutionary and phylogeography studies The current data can be used to elucidate the phylomitogenomics of the genus Nycticebus This data provide the essential reference for the management authorities for genetic management pool of Nycticebus metapopulations in Southeast Asia [4] was used to assemble a total of 1,318,109 short read sequences to construct reliable mitogenome using a reference sequence of Nycticebus coucang (GenBank Accession number: NC_002765). The mitogenome was annotated using the MITOS annotation web service [5] . In summary, the entire mitogenome is 16,765 bp in length which are made up of 13 protein-coding genes, two rRNA genes, 22 tRNA genes, and one control region as summarized in Table 1 while Fig. 2 showed the gene organization. Genetic distances among Nycticebus were also calculated using the Kimura 2-parameter model [6] implemented in MEGA v7 [7] as shown in Table 2 .
To construct the phylomitogenomic relationship within the genus Nycticebus, available mitogenomes of N. bengalensis (KC977312, KY436589, and NC_021958), N. coucang (NC_002765), and N. pygmaeus (NC_033381) were aligned using MUSCLE [8] as implemented in GENEIOUS v10.1.3. The neighbor-joining method was used for the phylomitogenomic tree construction (Fig. 3 ) as implemented in MEGA v7 with 2000 bootstrap replications and Kimura 2-parameter model.
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